The tetM determinant, which codes for tetracycline resistance (Tc%, was first described for streptococci and has been found in both oral and enteric species of streptococci (1, 3, 5, 6, 8) . tetM in streptococci is often associated with a conjugative transposon, is usually located in the streptococcal chromosome, and can be found in multiple copies of a single organism (5, 6) . A 5-kilobase (kb) tetM fragment cloned from a Streptococcus agalactiae strain has been characterized and is the prototype for tetM (2, 3) . This determinant does not share DNA sequences with the other streptococcal Tcr determinants tetL and tetN or a fourth unique streptococcal tet determinant tentatively named tetO (21) , nor is it genetically related to the four enteric Tcr determinants (classes A through D) previously described (3, 25) . The tetM determinant does not code for an altered transport system but appears to affect the protein-synthesizing system owing to a ribosomally associated factor which can be removed by high salt concentrations (2) . In contrast, the enteric Tcr determinants are mediated by an energy-dependent efflux system (14) .
We reported previously that high-level Tcr strains of Ureaplasma urealyticum and Mycoplasma hominis contain DNA sequences which are homologous to the streptococcal tetM determinant (20, 21) . More recently, we showed that Neisseria gonorrhoeae strains with high-level Tcr also carry the tetM determinant, which is located on a 25.2-megadalton plasmid (16) . Taylor (24) strains were isolated from the vaginas of women attending the Seattle Sexually Transmitted Disease Clinic, while the Bacteroides strains were isolated from patients at the University of Washington Hospital, Seattle. All of these bacteria have been associated with bacterial vaginosis (13, 19, 23) , the most common type of vaginitis (17) . We also included S. agalactiae strains, isolated from different anatomical sites, from a variety of services at the University of Washington Hospital. The S. agalactiae and Bacteroides isolates were screened by the Kirby-Bauer disk diffusion method (12) (11) .
All Bacteroides, Mobiluncus, and S. agalactiae strains were grown on 5% sheep blood agar-heart infusion base plates; chocolate plates were used for G. vaginalis strains.
The Bacteroides and Mobiluncus strains were grown under anaerobic conditions. The S. agalactiae and G. vaginalis strains were grown under 3% CO2. Bacterial colonies were removed from the plates and suspended in 0.5 ml of saline, 25 ,ul was spotted onto nitrocellulose, and the colonies were lysed as previously described (21) . A radiolabeled probe prepared by nick translation was made from pJI3, a plasmid composed of the Escherichia coli vector pACYC177 (4) and a 5-kb HincII fragment from S. agalactiae that encodes tetM (3, 9) . A total of 17 (34%) of the Tcr S. agalactiae strains, 41 (10) . Whole-cell DNA was prepared as previously described (23) . DNA was cleaved with EcoRI and electrophoresed on agarose gels, and Southern blots were prepared and hybridized with pJI3 as previously described (18, 19, 22) . Again, no hybridization was evident with either anaerobe or the Tcs G. vaginalis strains, but the Tcr G. vaginalis strains hybridized with the probe. The apparent molecular weight of the hybridizing fragments varied with the strain, suggesting that the strains were not identical.
Cleared lysates were prepared from selected Tcr and Tcs G. vaginalis strains (18) . No plasmids were evident from the agarose gels, and blots made with these Tcr lysates showed hybridization with the chromosomal band, suggesting that tetM was in the chromosome, as it appears to be in streptococci, M. hominis, and U. urealyticum (5, 18, 19 and represents no more than 26% of the original cloned fragment (3, 9) . This fragment contains both internal SstI and HindIII sites (Fig. 1) It is also possible that physical or biochemical factors restrict the spread and maintenance of tetM into Mobiluncus and Bacteroides spp. As we learn more about the Tcr determinants in the urogenital bacteria, we hope to be able to distinguish between the various possibilities.
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